Acinetobacter species are important in the emergence and spread of antimicrobial resistance (AMR), which threatens human and animal health worldwide. Here, we present the draft genome sequences of three Acinetobacter species strains (RF14B, RF15A, and RF15B) isolated from pig feces and the floor of a pig hospital pen in Ireland.
with the following databases for each category of gene: antimicrobial resistance genes were identified using the Comprehensive Antibiotic Resistance Database (CARD) (10), contigs with plasmid replicons were determined using PlasmidFinder (11) , and virulence factors were detected using the Virulence Factors Database (VFDB) (12) . A phylogenetic tree was constructed using the R packages Phangorn v2.5.5 (13) and APE v5.3 (14) . The tree was built using an alignment of the core genome sequences derived from Roary with the maximum likelihood method and bootstrapped 100 times. Default parameters were used for all software unless otherwise specified. Assembly details are shown in Table 1 .
The two hospital pen isolates had Ͼ99.9% average nucleotide identity (ANI) to each other and 98% identity to the fecal isolate. The closest Acinetobacter species is strain ACNIH1 with an ANI of 85%. The phylogenetic tree in Fig. 1 shows the relationship of these isolates to the closest known species. Genes aadA1, dfrA1, and sat-1, usually associated with mobile genetic elements, were found in both hospital pen isolates. Extended-spectrum ␤-lactamase (ESBL) CTX-M-144 was detected in RF15B with partial coverage of 53.39%. Additionally, adeI, adeJ, and adeK (adeABC pumps), associated with carbapenem resistance when overexpressed, were identified in all three isolates.
Further comparative genomic analyses with closely related Acinetobacter species will provide insights into the sequence novelty of these strains and their true phylogenetic status.
Data availability. The draft genome assemblies of the three isolates have been deposited at DDBJ/ENA/GenBank under the accession numbers SMTB00000000, VLSQ00000000, and VLSR00000000. The versions described here are the first versions. The BioProject number is PRJNA427141, and the BioSample numbers are SAMN08224478, SAMN08224479, and SAMN08224480. The raw sequencing data are available in the Sequence Read Archive (SRA) under the accession numbers SRR6409923, SRR6409922, and SRR6409912.
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